. LIME of four representative cases. Case 1 was certainly predicted as normal tissue based on the rules: ANXA2 ≤ 9.77, APLP2 ≤ 8.31, ADAM9 ≤ 6.74, 5.31 <LAMC2 ≤ 6.07, and 3.61 < SERPINB5 ≤ 4.46, reaching the probability of 0.962. Case 17 was certainly predicted as PC based on the rules: LAMC2 > 7.82, ANXA2 > 10.62, ADAM9 > 8.09, MMP11 > 6.58, and AGR2 > 9.68, reaching the probability of 1.00. Case 11 was misclassified from normal case into PC group, likely due to the overexpression of ANXA2 (ANXA2 > 10.27), MMP11 (MMP11 > 6.58), and LAMC2 (LAMC2 > 6.07). Case 4 was accurately diagnosed normal with the probability of only 0.58 due to the very high expression level of ANXA2(ANXA2 > 10.62) and APLP2 (APLP2 > 8.70). Table S4 . Significantly enriched pathways of 397 upregulated genes from the meta-analysis of five datasets (GSE16515, GSE28735, GSE15471, GSE18670, and GSE41368). 
